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Abstract
Background: The pre-nodal afferent lymph is the fluid which directly derives from the extracellular milieu from every
parenchymal organ and, as it continues to circulate between the cells, it collects products deriving from the organ
metabolism/catabolism. A comprehensive qualitative and quantitative investigation of the self-antigenic repertoire
transported by the human lymph is still missing.
Methodology/Principal Findings: A major difference between lymph and plasma could be visualized by FPLC and 2D gel in
the amount of low molecular weight products corresponding to peptide fragments. Naturally processed peptides in normal
pre-nodal human lymph were then fractionated by HPLC and characterized by multidimensional mass spectrometry.
Analysis of more then 300 sequences identified self-peptides derived from both intracellular and extracellular proteins
revealing the variety of catabolic products transported by human lymph. Quantitative analysis established that at least
some of these peptides are present in the circulating lymph in nanomolar concentration.
Conclusions/Significance: The peptidome, generated by physiological tissue catabolism and transported by the pre-nodal
lymph, is in addition to the self-peptidome generated in endosomal compartment. Unlike self antigen processed by local or
nodal APC, which mostly produce epitopes constrained by the endosomal processing activity, self antigens present in the
lymph could derived from a wider variety of processing pathways; including caspases, involved in cellular apoptosis, and
ADAM and other metalloproteinases involved in surface receptor editing, cytokines processing and matrix remodeling.
Altogether, expanding the tissue-specific self-repertoire available for the maintenance of immunological tolerance.
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Introduction
Four mechanisms are likely to guarantee processing and
presentation of a wide variety of tissue-specific self antigens: (i)
self proteins are phagocytosed and processed in peripheral tissue
by local antigen presenting cells and displayed to T cells patrolling
peripheral organs [1]; (ii) products of ‘‘self’’ are carried through the
lymphatic system by circulating dendritic cells (DC) [2–6]; (iii)
lymph nodal cells expressing AIRE encode tissue-specific proteins,
similarly to thymic epithelial cells [7,8]; (iv) self antigens are
transported from the parenchymal tissue to the draining lymph
nodes, through the lymphatic system [9,10]. The first three
mechanisms rely on antigen processing and presentation by
parenchymal and nodal APC, which mostly produce an MHC
class II peptidome restricted by endosomal proteases, among
which cathepsins have been characterized in greatest details [11].
The last mechanism is the least characterized among the four,
mostly due to the great difficulty to obtain primary lymph
material. As such, a comprehensive qualitative and quantitative
investigation of the self-antigenic repertoire transported by the
lymph is still missing.
Lymphatic fluid (lymph) is derived from the tissue fluid
compartment and constitutes up to 20% of the body weight
[12]. Four different types of lymph have been classified: 1)
interstitial lymph that is enclosed in the intercellular spaces
throughout the body; 2) circulating lymph that circulates through
the lymphatic vessels towards the veins; 3) chyle, the circulating
lymph collected from the intestinal epithelia during digestion; and
4) serous lymph, the liquids normally contained in the pleural,
peritoneal and pericardial cavities, in the cerebral ventricles, and
the cerebro-spinal fluid. The tissue lymph is the fluid which
directly derives from the extracellular milieu from every
parenchymal organ, and as it continues to circulate between the
cells, it collects products deriving from the organ metabolism/
catabolism [13]. In order to be transported to the lymph nodes,
the lymph is then collected into lymphatic capillaries, which form
a mesh-like network of blind-end tubes distributed throughout the
tissue spaces. The capillaries flow into progressively larger
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500 lymph nodes disseminated throughout the human body [14].
The lymph enters through the cortical area of the node and by
traveling through the conduit system in the inter follicular T cell
areas conveys a representative sampling of the interstitial fluid to
the nodal antigen presenting cells before entering the central vein
located in the nodal sinus [14–17].
In general it has always been assumed that the lymph would
contain a qualitatively similar protein composition as the
plasma. A previously published partial comparative proteomic
analysis between bovine lymph a n dp l a s m ai n d i c a t e di n d e e da n
almost overlapping proteomic between the two samples with
only few proteins being differentially expressed [12]. As in
plasma, the most abundant proteins where identified as
albumin, immunoglobulins, transferrin, fibrinogen and apolipo-
proteins [12]. However, differently from the plasma, the lymph
directly collects from the extracellular milieu of each parenchy-
mal organ; thus it could potentially be a much richer source of
peripherally derived tissue specific antigens. Indeed, experi-
ments of cellular and extracellular ‘‘in vivo’’ radioactive labeling
as well as cellular tracking have indicated that products of
cellular apoptosis and extracellular matrix turnover are found in
the lymph [18,19].
The primary hypothesis that initiated this investigation was that
the lymph could potentially carry a wider antigenic repertoire than
the plasma and be a richer source of tissue specific antigens.
Additionally, we also hypothesized that, differently from plasma;
the lymph could carry a partially processed proteome/peptidome
since it directly collects from the extracellular milieu where
products of tissue catabolism, tissue remodeling, cellular apoptosis,
and extracellular matrix processing are collected before being
transported to the draining lymph nodes.
In this work we present an in depth MS/MS and quantitative
analysis of the pre-nodal human lymph, which does indeed
indicate an expanded self-antigen repertoire carried by the human
lymph as compared to plasma from the same subjects. The
proteome/peptidome, generated by physiological tissue catabo-
lism, and transported by the lymph is additional to the self-
peptidome generated in endosomal compartment; altogether
expanding the tissue-specific self-repertoire available for the
maintenance of immunological tolerance.
Results
Self-Peptidomic Analysis of the Human Lymph
A previously published proteomic analysis of the bovine lymph
identified several major proteins common to both lymph and
plasma (albumin, fibrinogen, IgG, transferrin, lactoferrin and
apolipoproteins) and altogether indicated a qualitatively similar
protein profile between the two samples [12–13]. Complementary
to this analysis we performed a comparative analysis between
human lymph and subject-matched plasma pooled from 18
individuals (Figure 1a). Since the presence of very abundant
proteins could interfere with the analysis, samples were depleted of
albumin and IgG prior to 2D gel analysis. An almost overlapping
proteomic profile could be observed between the two samples;
however, an observed major difference between lymph and plasma
could be visualized in the 2D gel in the amount of low MW
products (Figure 1b). Similarly, comparative reverse phase HPLC
analysis of lymph and plasma samples indicated substantial
overlap between the two (Figure 1c and 1d) except for a broad
peak eluting at around 30–40 minutes (Figure 1c, 1d boxed area).
This peak had a 100-fold greater intensity in the lymph as
compared to the plasma (Figure 1e).
To further analyze the low molecular weight species present in
the human lymph, samples of pooled lymph (from 18 subjects)
were treated in the presence or absence of 0.1% TFA to release
any additional peptide possibly bound to serum and plasma
proteins (Figure 2a, 2b), before ,5000 MW cutoff ultrafiltration
and multidimensional mass spectrometry scan (200–2000 m/z)
analysis. A significant pool of peptides was present in both
untreated (Figure 2a) and TFA-treated (Figure 2b) samples. To
facilitate MS/MS identification of each molecular species, eluted
peptides were first either fractionated by FPLC on a Superdex
peptide gel-filtration column (Figure 2c) or by HPLC, on a C18
reverse-phase, column (Figure 2e). Each fraction was then
analyzed by tandem MS/MS using Nanospray LC-MS/MS on
a LTQ linear ion trap mass spectrometer (Figure 2d and 2f). The
tandem MS/MS identified more than 300 peptides using
MASCOT and SeqQuest algorithms and non-redundant NCBI
and SwissProt databases (see Methods for details).
The identified self-peptides derived from both intracellular and
extracellular proteins revealing the variety of catabolic products
transported by human lymph (Figure 3 and Figure S1). A large
number of the sequenced peptides derive from the immunoglob-
ulin family (6.8%), complement (2.6%) and fibrinogen (5%).
Several peptides derived from processed plasma membrane-
associated or soluble receptors (8.2%) as well as cadherins and
cell adhesion molecules (2.1%) (Figure 3a and Figure S1). A major
category of sequenced peptides derived from processing of
extracellular matrix proteins (20.3%). Many others (26%) were
categorized as miscellaneous and a relatively large pool (11.1%)
was represented by peptides of unknown origin (Figure 3 and
Figure S1). A breakdown analysis of the miscellaneous peptide
pool indicated the presence of peptides derived from processing of
proteins from the cytoskeleton, exo/endocytosis and several
regulatory proteins together with kinines and derived regulatory
peptides (Figure 3b). In addition, the statistical analysis of the
extracellular matrix peptide pool revealed collagens as a dominant
population (75.6%), followed by laminins (9.3%) (Figure 3c).
Altogether the analysis indicates that the majority of sequenced
peptides derive from catabolic processing of extracellular or
plasma membrane bound proteins (Figure 3 and Figure S1).
Many peptides carried by the human lymph are derived
from the degradation of extracellular matrix proteins
Since a large number of peptides retrieved from human lymph
derived from extracellular matrix components, we further focused
our study on the detailed analysis of the self-peptidome of the
human extracellular matrix. More than 70 peptides were
sequenced and almost all classes of collagens were found. Peptides
derived from laminin alpha1, alpha4, alpha5, gamma 1–3 were
also found in the proportion described in Figure 3c. Less
represented were peptides derived from fibrosin, cartilage protein,
adlican, mucins and fibronectin catabolism (Figure 4).
The large number of peptides derived from extracellular matrix
turnover prompted us to address the issue of whether these
peptides were present in a quantifiable amount. To determine this
total lymph, previously depleted of immunoglobulin and albumin,
was run on a 2D 16% SDS-PAGE gel to resolve the low molecular
weight peptide species. Silver staining analysis identified several
spots around and below 3000 kDa (Figure 5a). Single spots were
extracted from the gel and analyzed by LTQ-MS/MS coupled
with database search using MASCOT algorithm (Figure 5b). A
significant amount of the peptides (16% of the total number of
sequenced peptides) were derived from extracellular matrix
proteins, with the highest population represented by the collagens
(Figure 5b and data not shown).
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selected spot number 6 for gel extraction and LTQ-MS/MS analysis.
Three peptides were sequenced from spot number 6 (Figure 5c).
Visualization of silver stained proteins is dependent on both total
amount and physical characteristics (amino acid primary sequence
and overall peptide length) of the protein; however, in general silver
staining can visualize an amount of protein in the low nanogram
range. For short peptides, a much greater amount is needed to be
visible in silver staining. The relative absorbance of the three
combined gel-extracted peptides was determined at 230 nm
(extinction coefficient 300 M-1 cm-1 per peptide bond), assuming
an average length of 19 residues (18 peptide bonds), an extinction
coefficient of 5,400 was determined. Altogether the three gel eluted
peptides were quantified to be around 0.22 mm. A more quantitative
measurement was performed on the material eluted from spot
number 6 by quantitative amino acid analysis which indicated a total
peptides concentration of 180 ng (data not shown). Altogether, the
2D quantitative analysis of peptides derived from collagens and other
extracellular matrix antigens established that at least some of these
peptides are present in the circulating lymph in nanomolar
concentration. Peptide therapies for tolerance induction have been
previously shown to be effective even at sub-nanomolar peptide
concentration.
HLA-DR-1 and HLA-DR-4 MHC class II binding and
immune recognition of extracellular Matrix Peptides
Next we determined whether any of the extracellular matrix
fragments sequenced from the human lymph were able to bind to
MHC II molecules. We tested HLA-DR1 and HLA-DR4
molecules since many autoimmune diseases with self reactivity to
extracellular matrix proteins are HLA-DR1 or HLA-DR4
associated [22–23]. A positive control peptide, previously reported
to represent a bona fide extracellular matrix autoantigen presented
by HLA-DR1 and HLA-DR4 [21], was included in the analysis
(AGFKGEQGPKGEP from Collagen I a1, IC50 1.5 uM).
We identified potential HLA-DR1 or HLA-DR4 binding
regions within the extracellular matrix fragment sequences from
human lymph, using an efficient prediction algorithm [21]. For
each potential nonameric binding frame, we synthesized a 12–15
residue peptide containing the region of interest in its natural
context, and determined the binding affinity using a competition
fluorescence polarization assay (Figure 6a). Several peptides
binding with affinity comparable to the test autoantigens were
identified, including peptides from collagen II a1, collagen XII a1,
cartilage-derived morphogenic protein, and adlican for HLA-DR1
and collagen VI a2, laminin a1, laminin a5, and fibronectin for
HLA-DR4 (Figure 6b).
Figure 1. Comparative peptidomic profile of human lymph and plasma samples. a) Comparative 2D-gel analysis of human lymph and
plasma proteins (2CyDye). b) Fluorescence (2CyDye) comparative 2D-gel analysis of human lymph and plasma low molecular weight products (1–
10 kDa). One out of 6 silver staining gels is shown c) Overlays of reverse phase HPLC profile of lymph and plasma low MW filtrates (,5000 Da).
Samples from 18 subjects were pooled. d) is a 10 times magnification of c. Boxed areas indicate where major differences between the two samples
are observed. One out of four reverse phase HPLC analysis is shown. e) Bar graph representing the integration number calculated from the curves in
the boxed area for both the lymph and the plasma pooled samples.
doi:10.1371/journal.pone.0009863.g001
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which also were conserved between mouse and human, could be
recognized by peripheral T cells. HLA-DR1 or HLA-DR4
transgenic mice were immunized with 100 mg of several of the
extracellular matrix peptides in complete Freund’s adjuvant in the
flanks and nape of the neck. Draining lymph nodes were collected
14 days later and reactive T cells analyzed by proliferation assay
with thymidine incorporation. A significant proliferation index was
observed in response to some of the immunizing antigens
(Collagen XII, Adlican and Laminin a5). The result indicates
that autoreactive T cells specific to these antigens are present in
the peripheral T cell repertoire (Figure 6c).
Discussion
We report here a comparative analysis of the overall self
antigenic repertoire present in the human lymph as compared to
plasma from matching donors. We confirmed as previously
established that the overall proteomics between lymph and plasma
is very similar with only few proteins uniquely expressed in the
lymph but not in the plasma [12,13]. Unexpectedly, however, we
also find that a major difference between lymph and plasma is in
the peptidome profile. Whereas very few peptides are found in the
plasma, a much greater amount of protein fragments and short
peptides are present in the lymph.
Sequence analysis of more then 300 peptides indicates that
processed fragments derived from both intracellular and extracel-
lular proteins. When the peptidome profile described here was
compared to previously published MHC class II eluted peptidome,
it appeared that the lymph peptide repertoire is partially skewed
towards peptides derived from extracellular matrix proteins,
cadherins and cleavable or soluble receptors (43%) [24,25].
Some of the peptides we identified in the human lymph were
derived from intracellular proteins. These are likely byproducts
from apoptotic cells. In physiological cell catabolism, older
differentiated cells are mostly removed by apoptosis and replaced
by the progeny of tissue adult stem cells [26–30]. Apoptotic cells
are mostly phagocytosed ‘‘in situ’’ by tissue macrophages and
dendritic cells; however, some apoptotic cells have also been found
in the circulating lymph [19]. Thus, partially processed proteins
Figure 2. MS peptidomic profile of the human lymph. a and b) Mass spectroscopy scan (200–2000 m/z) of low MW (5000 Da) filtrate from
lymph samples obtained before or after elution in 0.1% TFA. c) Elution profile of the low MW filtrate (,5000 Da) collected from the lymph pooled
samples run through a superdex peptide 10/300 GL column d) MS scan of eluted fractions 11–12. e) Representative elution profile of the low MW
filtrate (,5000 Da) collected from the lymph pooled samples run through a C18 column f) Representative full MS scan of eluted fraction 34.
doi:10.1371/journal.pone.0009863.g002
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are likely released by the dying cells [19].
On the other hand, lymph-carried peptides derived from the
catabolism of the extracellular matrix likely reflect the constant
remodeling of the extracellular connective tissue [18,31]. The
extracellular matrix components constitute a structure that helps
to maintain tissue integrity, regulates cell growth, division and
migration, and provides a reservoir of cytokines, chemokines and
growth factors [32–35]. By its very nature, the extra-cellular
matrix is constantly undergoing changes and it has been previously
estimated that collagen in the skin and in parenchymal organs has
a very rapid turnover (10–30% day). The turnover is accelerated
in response to various cellular stimuli which range from dynamic
homeostasis to full-blown tissue remodeling, as occurs during
inflammation, wound healing, and cancer [35].
Data from the sequencing analysis prompted us to ask whether
the self antigens peptide fragments, generated by physiological
tissue catabolism, found in the human lymph would play a role
towards the maintenance of peripheral tolerance. From an
immunological standpoint for the lymph carried peptides to be
tolerogenic their amount should be in a quantitative relevant
amount. To this end we compared the amount of peptides found
in our analysis with the amount previously determined to be
effective is several peptide-based therapeutic vaccines aimed at
recovery of immunological tolerance [36–38]. Peptide therapy
have been shown to reduce immune responses to allergens and
down-regulate cytokines and T cell proliferative responses in
different diseases among which asthma, rheumatoid arthritis, type
1 diabetes and cat and bee allergy [39–43]. Mice experimental
work indicate dose ranges between few micrograms to milligrams,
human clinical trials report effectiveness of few micrograms of
subcutaneously injected peptides in the treatment of asthmatic
individuals [36]. Peptide concentration it is recognized to be
important in inducing low versus high tolerance. It is generally
accepted that high peptides regiments induce tolerance by
depleting auto-reactive antigen specific T cells as well as inducing
regulatory T cells; on the other hand low peptides regiments only
appear to induce regulatory T cells [36]. Low dose tolerance is
induced upon injection of sub-immunogenic doses of soluble
antigens and therapeutical efficacy has been demonstrated even
with sub-nanomolar doses of antigens [37]. In our analysis we
determined that several peptides could be visualized on a 2D gel
and estimated to be in high-nanomolar concentration. Important-
ly, peptides directly found in the lymphatic fluid are readily and
constantly available to nodal antigen presenting cells. In
experimental immunization and in peptide-therapy clinical trials
one dose of peptide is administered weekly or even monthly either
subcutaneously or intradermally and no data are available on
determining the actual peptide concentration reaching the blood
and the lymph [36].
With regard to the APC population targeted by the lymph-
carried peptides, it has been previously established that subcuta-
neously injected antigens are transported to the lymph node sub-
cortical macrophages and by the conduit system to the
interfollicular DC [10]. It is likely that lymph-transported peptides
are also delivered to the immature DC associated with the conduit
system. Once in the lymph node, peptides could load directly at
the cell surface of immature DC as previously reported, either on
empty MHC class II molecules or by exchanging with previously
loaded peptides at the plasma membrane or in early recycling
compartments [44,45]. On the other hand, protein fragments and
longer peptides are more likely to be internalized for MHC class II
Figure 3. Schematic representation of the MS/MS peptidomic profile of the human lymph. a, b and c) Pie chart representation of self-
peptides (,5000 Da) sequenced from the human lymph. Data are compiled from 4 independent MS/MS analysis.
doi:10.1371/journal.pone.0009863.g003
Self Antigens in Human Lymph
PLoS ONE | www.plosone.org 5 March 2010 | Volume 5 | Issue 3 | e9863loading in endosomal multivesicular bodies [46] or following the
cross presentation pathway for MHC class I loading [47].
In conclusion even though it has often been hypothesized that
the lymph would collect material from parenchymal cell and
extracellular matrix catabolism, this is the first analysis that
actually proves that an immunologically relevant amount of
proteins, partially processed proteins and peptides are carried by
the human lymph. The extracellular peptidome describe herein
likely reflect the protein composition of the tissues (skin, adipose
tissue, connective and muscle) represented at the site of lymph
collection. In the future it would be of interest to compare pre-
nodal lymph collected from capillaries draining different tissues to
determine a tissue specific proteome/peptidome. Unlike self
antigen processed by local or nodal APC, which mostly produce
epitopes constrained by the endosomal processing activity, self
antigens present in the lymph could derived from a wider variety
of processing pathways; including caspases, involved in cellular
apoptosis, and ADAM and other metalloproteinases involved in
surface receptor editing, cytokines processing and matrix remod-
eling. Altogether, broadening the sample of peptides available to
endosomal and plasma membrane MHC class II loading.
Materials and Methods
Collection of pre-nodal lymph and plasma
Subjects. Eighteen healthy males aged 22 to 36 years were
studied. All had been given a full medical examination, and
screened by EKG and laboratory examination to exclude
cardiovascular, liver, renal, endocrine and hematologic disease,
and recreational drug abuse. None was taking a special diet or
medication. The study had been approved by the Royal London
School of Medicine Committee for Clinical Investigation, and all
subjects gave informed written consent. The Albert Einstein
College of Medicine, Committee for Clinical Investigation,
approved the analysis on human lymph and plasma. Alcohol
was avoided for 48 hours before and during the study.
Clinical Procedures. Prenodal peripheral lymph was
collected as previously described [20]. Subjects were admitted to
a metabolic ward 24 or 48 hours before the collection, and placed
on an isocaloric diet. Lymph vessel cannulations were per formed
between 8:00 and 11:00 a.m in a surgical theater under full sterile
conditions. The subjects had been fasted overnight, but allowed
unlimited access to fluids. The lower part of one leg was shaved to
about 20 cm above the ankle, and the skin sterilized with 0.05%
chlorhexidene. An area of skin (4 cm
2) 6–10 cm above the ankle
over the anteromedial aspect was anesthetized with subcutaneous
2% lignocaine in 1:100,000 epinephrine. A horizontal 15–20 mm
incision was made in this area. Under an operating microscope,
the subcutaneous lymph vessels were dissected, and one was
selected for cannulation. A second small incision (3 mm) was made
10 mm above the first, through which a cannula (IntramedicH
polyethylene tubing PE60; Becton Dickinson & Company, Sparks,
MD; cat. no. 427416; i.d. 0.76 mm, o.d. 1.22 mm) was passed.
The cannula was inserted into the vessel for 5–10 mm (towards the
foot), and secured with a silk ligature (Mersilk, 5/0). The other
(untapered) end of the cannula was passed into a 2-mL screw-
topped polypropylene cryovial (Nunc A/S, Roskilde, Denmark). A
blood sample from each subject was also drawn. Blood and lymph
Figure 4. Amino acid sequence of self-peptides derived from processing of extracellular matrix proteins found in the human
lymph. MS/MS sequencing analysis of peptides found in the human lymph, which derive from processing of extracellular matrix proteins.
doi:10.1371/journal.pone.0009863.g004
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supernatants transferred to polypropylene microcentrifuge tubes
[20]. Samples were supplemented with a cocktail of proteases
inhibitors (Roche).
2D DIGE Protein Expression Profiling of human lymph
and plasma
Equal amounts of protein from whole lymph and plasma
(pooled from 18 patients) (between 2 and 6 mg/sample) were
depleted of immunoglobulins and albumin using the Aurum
Serum protein kit (Biorad). Fifty ug of each sample was subjected
to fluorescence labeling using 2 dyes (Cy3 for plasma and Cy5 for
lymph) and to 2D-DIGE preparative electrophoresis (Applied
BIOMICS Inc. facilities, Hayward, CA). After electrophoresis, the
gel was scanned using a Typhoon image scanner and the images
were analyzed using the DeCyder software. Protein spots of
interest were automatically picked from the 2D gel with the Ettan
Spot Picker, subject to tryptic digestion and MS/MS analysis.
Fractionation of lymph and plasma for mass
spectroscopy analysis
An equal amount of proteins from both plasma and lymph
(10 mg) were filtrated through Centriplus (Amicon) centrifugal
filter devices (5,000 Da cut-off). A cocktail of protease inhibitors
(Roche) was added to each sample to avoid proteolysis. The filtrate
was quantified by UV measurements at 230 nm (for determination
of peptide concentration). In an independent experiment, samples
(10 mg) were treated with trifluoroacetic acid (TFA) (at 0.1% final
concentration in the sample) to extract the peptides adsorbed on
different proteins, chaperones and albumin. Peptide sample
filtrates were then lyophilized, resuspended in 0.1% TFA and
subjected to desalting using ZipTip (C18) reversed-phase system
(Millipore, Billerica, MA) or PepClean C-18 spin columns (Pierce).
High pressure liquid chromatography (HPLC) and gel-
filtration chromatography of plasma and lymph filtrates
Plasma and lymph (5,000 kDa filtrates) were separated using a
reversed-phase system (buffer A: 0.1% TFA and buffer B: 0.1%
TFA in acetonitrile) on a C18 column on a Hewlett Packard
HPLC system (1100 series). Alternatively, plasma and lymph
filtrates were run through a Superdex peptide 10/300 gel filtration
column (Tricorn) in 30% acetonitrile in 0.1% TFA as solvent.
Each fraction was lyophilized before mass spectroscopy analysis.
LTQ-tandem MS/MS sequencing of peptides from lymph
filtrates
LTQ-MS/MS sequencing of peptides present in the lymph
(5,000 kDa filtrates) or from HPLC or gel-filtration fractions was
performed using Nanospray LC-MS/MS on a LTQ linear ion
trap mass spectrometer (LTQ, Thermo, San Jose, CA) interfaced
Figure 5. Quantification of 2D gel eluted peptide. a) Silver staining of an SDS-PAGE run with 20 microgram of immunoglobulin and albumin
depleted lymph. b) Sequence of some of the peptides retrieved from each of the analyzed spot. c) MS/MS fragmentation profile and respective
sequence of the three peptides eluted from spot number 6. Green dotted lines identified assigned fragmentation picks. Total peptide concentration
eluted from spot number 6 calculated at 230 OD was 0.22 mM.
doi:10.1371/journal.pone.0009863.g005
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BioSciences, Ithaca, NY). MS/MS was performed using an
isolation width of 2 m/z, normalized collision energy of 35%
and a minimum signal intensity of 1000 counts. The sequences of
each peptide were determined using the LTQ software analysis
MS (mass spectroscopy) database searching with MASCOT
(Mowse score above the predicted identity score) and SEQUEST
(Delta Cn above 0.15, Sp200 percentage ions above 80 and Xscorr
above 2) algorithms). The MS/MS scans were screened against
NCBInr database as a first choice and then validated against
SWISSPROT database.
Fluorescence polarization Peptide binding assays
To evaluate the binding affinities of peptides to HLA-DR1
(HLA-DRA*0101,-DRB1*0101) and HLA-DR4 (HLA-
DRA*0101,-DRB1*0401) molecules a competition assay was
performed in a 96-well setting. The assay is based on the
differential fluorescence polarization of MHC-bound and free test
peptide acetyl-PRYVKQNTLRLAT, derived from influenza
hemagglutinin 306–318 and labeled at the internal lysine residue
using the amine-reactive reagent Alexa488-tetrafluorophenyl ester
(Invitrogen). Serial dilutions of unlabeled peptide competitors
(,10 uM to ,30 nM) were incubated with Alexa488-HA peptide
(25 nM) and with either HLA-DR1 (100 nM) or a mixture of
HLA-DR4 and HLA-DM (100 nM each). HLA proteins were
prepared as soluble extracellular domains expressed in insect cells
as described [21]. Unlabeled HA peptide was used as a control
competitor. MHC-peptide mixtures was incubated for 3 days at
37uC in 100 mM sodium citrate (pH 5)/50 mM sodium chloride
buffer (pH 5.5), containing 0.25% octylglucoside, 185 ug/ml
iodoacetamide (IAA), 25 nM EDTA, 0.1% NaN3 and freshly
added 0.5 ug/ml PMSF. For HLA-DM incubations 1 mM DTT
was added instead of IAA. Polarization measurements were
performed in a POLARstar OPTIMA plate reader (BMG
Labtech), using the fluorescence polarization detection mode
and 485 nm excitation and 520 nm emission filters. Fluorescence
polarization values for free and MHC-bound Alexa-HA peptide
were 70 and 350 mP, respectively. IC50 values were evaluated
using a competitive binding equation in GraphPadPrism, and are
reported as mean and standard error for single fit to triplicate
experimental values. IC50 value for the control unlabelled HA
peptides was 25 nM.
2D-electrophoresis of proteins from whole human lymph
For 2-D analysis of whole lymph, the lymph sample (10 mg
protein) was pre-cleaned using the 2-D cleaning kit from Biorad.
Aliquots of pre-cleaned 50 ug protein sample were further
resuspended in 2D-EF loading buffer containing 7 M urea, 2 M
thiourea, CHAPS (4%), NDSB 256 (5%), protease cocktail
inhibitors (Roche), 10 mM Tris, pH 8.0 and IPG buffer (0.5%)
(pH 3–10 NL from GE Healthcare). Samples were loaded on an
Immobiline DryStrip, pH 3–12, NL, 13 cm, Biorad and run for
isoelectric focusing for the first dimension. Strips were rehydrated
for a total of 14,934 Vhours. The second dimension was
conducted on a 4–10% SDS-PAGE protein gel or on a 10–20%
Tris/Tricine/SDS peptide gel. The gels were stained using
standard procedures with silver stain (SilverSNAP stain kit,
Pierce). For tandem MS/MS sequencing of peptides with
MW,5000 Da, the peptides were extracted from the gel in a
solution containing 50% acetonitrile and 0.1% TFA, at 37uC,
overnight. The extracted peptides were further analyzed in
tandem MS/MS mode using LTQ, ESI (+) mode as described
above.
Peptide Immunization, T cell Proliferation
HLA-DR1 and HLA-DR4 mice were immunized in the flanks
and nape of the neck with 100 micrograms of peptide emulsion in
Freund’s adjuvant. Two weeks later popliteal and axillary lymph
nodes were harvested and tested in proliferation assay. Briefly
6610
5 cells were seeded in a 96 well plate with or without titrated
Figure 6. HLA-DR1 and HLA-DR4 binding affinity and T cell
proliferative response to some of the lymph sequenced
peptides. a) IC50, as determined by competitive fluorescence
polarization assay, for short peptides derived from fragments identified
in lymph. Peptides were selected based on predicted binding of
nonameric binding frames (capital letters) to HLA-DR1 or HLA-DR4.
Peptides were synthesized with N-terminal acetyl and C-terminal amide
groups unless the peptide termini were coincident with an end of the
sequenced fragment, in which case the native terminus was used b)
Position of the assayed peptides in the sequenced fragments indicated
by bars above the sequence. c) Proliferative responses (calculated by
thymidine incorporation assay) in lymph nodes from peptide immu-
nized mice. One out of four proliferation assay is shown for each
peptide.
doi:10.1371/journal.pone.0009863.g006
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PLoS ONE | www.plosone.org 8 March 2010 | Volume 5 | Issue 3 | e9863amount of the immunizing peptide for 72 hours. Thymidine
(1 mCu) was added 18 hours before cell harvesting. Cells were
harvested on a Tomtec harvester (Model 94-3-468) and incorpo-
rated thymidine counted on a liquid scintillation counter (1450
Microbeta Wallac Trilux).
Supporting Information
Figure S1 Peptidomic profile of the human lymph. MS/MS
sequencing analysis of peptides found in the human lymph.
Found at: doi:10.1371/journal.pone.0009863.s001 (0.02 MB
DOC)
Acknowledgments
Mass analysis was performed using the resources of the Laboratory for
Macromolecular Analysis and proteomics at the Albert Einstein College of
Medicine.
Author Contributions
Conceived and designed the experiments: CC MDN LJS LS. Performed
the experiments: CC EC MDN RS. Analyzed the data: CC EC MDN RS
LJS LS. Contributed reagents/materials/analysis tools: WO NM. Wrote
the paper: LJS LS.
References
1. Savina A, Amigorena S (2007) Phagocytosis and antigen presentation in
dendritic cells. Immunol Rev 219: 143–156.
2. Vermaelen KY, Carro-Muino I, Lambrecht BN, Pauwels RA (2001) Specific
migratory dendritic cells rapidly transport antigen from the airways to the
thoracic lymph nodes. J Exp Med 193: 51–60.
3. Pabst O, Bernhardt G, Forster R (2007) The impact of cell-bound antigen
transport on mucosal tolerance induction. J Leukoc Biol 82: 795–800.
4. Jahnsen, FL, Strickland DH, Thomas JA, Tobagus IT, Napoli S, et al. (2006)
Accelerated antigen sampling and transport by airway mucosal dendritic cells
following inhalation of a bacterial stimulus. J Immunol 177: 5861–5867.
5. Hunger RE, Yawalkar N, Braathen LR, Brand CU (2001) CD1a-positive
dendritic cells transport the antigen DNCB intracellularly from the skin to the
regional lymph nodes in the induction phase of allergic contact dermatitis. Arch
Dermatol Res 293: 420–426.
6. Cavanagh LL, Von Andrian UH (2002) Travellers in many guises: the origins
and destinations of dendritic cells. Immunol Cell Biol 80: 448–462.
7. Kogawa K, Nagafuchi S, Katsuta H, Kudoh J, Tamiya S, et al. (2002)
Expression of AIRE gene in peripheral monocyte/dendritic cell lineage.
Immunol Lett 80: 195–198.
8. Zheng X, Yin L, Liu Y, Zheng P (2004) Expression of tissue-specific
autoantigens in the hematopoietic cells leads to activation-induced cell death
of autoreactive T cells in the secondary lymphoid organs. Eur J Immunol 34:
3126–3134.
9. Sixt M, Kanazawa N, Selg M, Samson T, Roos G, et al. (2005) The conduit
system transports soluble antigens from the afferent lymph to resident dendritic
cells in the T cell area of the lymph node. Immunity 22: 19–29.
10. Roozendaal R, Mempel TR, Pitcher LA, Gonzalez SA, Verschoor S (2009)
Conduits mediate transport of low-molecular-weight antigen to lymph node
follicles. Immunity 30: 264–276.
11. Riese RJ, Chapman HA (2000) Cathepsins and compartmentalization in antigen
presentation. Curr Opin Immunol 1: 107–113.
12. Leak LV, Liotta LA, Krutzsch H, Jones M, Fusaro VS, et al. (2004) Proteomic
analysis of lymph. Proteomics 4: 753–765.
13. Interewicz B, Olszewski WL, Leak LV, Petricoin EF, Liotta LA (2004) Profiling
of normal human leg lymph proteins using the 2-D electrophoresis and SELDI-
TOF mass spectrophotometry approach. Lymphology 37: 65–72.
14. Gretz JE, Anderson AO, Shaw S (1997) Cords, channels, corridors and conduits:
critical architectural elements facilitating cell interactions in the lymph node
cortex. Immunol Rev 156: 11–24.
15. Kaldjian EP, Gretz JE, Anderson AO, Shi Y, Shaw S (2001) Spatial and
molecular organization of lymph node T cell cortex: a labyrinthine cavity
bounded by an epithelium-like monolayer of fibroblastic reticular cells anchored
to basement membrane-like extracellular matrix. Int Immunol 13: 1243–1253.
16. Lammermann T, Sixt M (2008) The microanatomy of T-cell responses.
Immunol Rev 221: 26–43.
17. Gretz JE, Kaldjian EP, Anderson AO, Shaw S (1996) Sophisticated strategies for
information encounter in the lymph node: the reticular network as a conduit of
soluble information and a highway for cell traffic. J Immunol 157: 495–499.
18. Laurent GJ (1987) Dynamic state of collagen: pathways of collagen degradation
in vivo and their possible role in regulation of collagen mass. Am J Physiol 252:
C1–9.
19. Olszewski WL (2001) Human afferent lymph contains apoptotic cells and ‘‘free’’
apoptotic DNA fragments–can DNA be reutilized by the lymph node cells?
Lymphology 34: 179–183.
20. Nanjee MN, Cooke CJ, Olszewski WL, Miller NL (2000) Lipid and
apolipoprotein concentrations in prenodal leg lymph of fasted humans.
Associations with plasma concentrations in normal subjects, lipoprotein lipase
deficiency, and LCAT deficiency. J Lipid Res 41: 1317–1327.
21. Calvo-Calle JM, Strug I, Nastke MD, Baker SP, Stern LJ (2007) Human CD4+
T cell epitopes from vaccinia virus induced by vaccination or infection. PLoS
Pathog 3: 1511–1529.
22. Fugger L, Rothbard JB, McDevitt GS (1996) Specificity of an HLA-
DRB1*0401-restricted T cell response to type II collagen. Eur J Immunol 26:
928–933.
23. Kirschmann DA, Duffin KL, Smith CE, Welply JK, Howard SC, et al. (1995)
Naturally processed peptides from rheumatoid arthritis associated and non-
associated HLA-DR alleles. J Immunol 155: 5655–5662.
24. Dengjel J, Schoor O, Fischer R, Reich M, Kraus M, et al. (2005) Autophagy
promotes MHC class II presentation of peptides from intracellular source
proteins. Proc Natl Acad Sci U S A 102: 7922–7927.
25. Chicz RM, Urban RG, Lane WS, Gorga JC, Stern LJ, et al. (1992) Predominant
naturally processed peptides bound to HLA-DR1 are derived from MHC-
related molecules and are heterogeneous in size. Nature 358: 764–768.
26. Korbling M, Estrov Z, Champlin R (2003) Adult stem cells and tissue repair.
Bone Marrow Transplant 32 Suppl 1: S23–24.
27. Collins CA, Olsen I, Zammit PS, Heslop L, Petrie A, et al. (2005) Stem cell
function, self-renewal, and behavioral heterogeneity of cells from the adult
muscle satellite cell niche. Cell 122: 289–301.
28. Jackson L, Jones DR, Scotting P, Sottile V (2007) Adult mesenchymal stem cells:
differentiation potential and therapeutic applications. J Postgrad Med 53:
121–127.
29. Sohn RL, Jain M, Liao R (2007) Adult stem cells and heart regeneration. Expert
Rev Cardiovasc Ther 5: 507–517.
30. Burke ZD, Thowfeequ S, Peran M, Tosh D (2007) Stem cells in the adult
pancreas and liver. Biochem J 404: 169–178.
31. Reed RK, Townsley MI, Zhao Z, Ishibashi M, Laurent MT, et al. (1994)
Lymphatic hyaluronan flux from skin increases during increased lymph flow
induced by intravenous saline loading. Int J Microcirc Clin Exp 14: 56–61.
32. Badylak SF, Freytes DO, Gilbert TW (2009) Extracellular matrix as a biological
scaffold material: Structure and function. Acta Biomater 5: 1–13.
33. Oehrl W, Panayotou G (2008) Modulation of growth factor action by the
extracellular matrix. Connect Tissue Res 49: 145–148.
34. Dustin ML, de Fougerolles AR (2001) Reprogramming T cells: the role of
extracellular matrix in coordination of T cell activation and migration. Curr
Opin Immunol 13: 286–290.
35. Korpos E, Wu C, Sorokin L (2009) Multiple roles of the extracellular matrix in
inflammation. Curr Pharm Des 15: 1349–1357.
36. Larche M, Wraith DC (2005) Peptide-based therapeutic vaccines for allergic and
autoimmune diseases. Nat Med 11: S69–76.
37. Tanabe S (2007) Epitope peptides and immunotherapy. Curr Protein Pept Sci 8:
109–118.
38. Virtanen T (2006) Prospects for peptide-based immunotherapy for dog allergy.
Curr Opin Allergy Clin Immunol 6: 461–465.
39. Hochweller K, Sweenie CH, Anderton SM (2006) Immunological tolerance
using synthetic peptides–basic mechanisms and clinical application. Curr Mol
Med 6: 631–643.
40. Satpute SR, Durai M, Moudgil KD (2008) Antigen-specific tolerogenic and
immunomodulatory strategies for the treatment of autoimmune arthritis. Semin
Arthritis Rheum 38: 195–207.
41. Campbell JD, Buckland KF, McMillan SJ, Kearley J, Oldfield WL, et al. (2009)
Peptide immunotherapy in allergic asthma generates IL-10-dependent immu-
nological tolerance associated with linked epitope suppression. J Exp Med 206:
1535–1547.
42. Ali FR, Larche M (2005) Peptide-based immunotherapy: a novel strategy for
allergic disease. Expert Rev Vaccines 4: 881–889.
43. Kavanaugh A, Genovese M, Baughman J, Kivitz A, Bulpitt K, et al. (2003)
Allele and antigen-specific treatment of rheumatoid arthritis: a double blind,
placebo controlled phase 1 trial. J Rheumatol 30: 449–454.
44. Baxter AG, Cooke A (1994) Peptide therapy for diabetes. Lancet 343:
1169–1170.
45. Huurman VA, van der Meide PE, Duinkerken G, Willemen S, Cohen IR, et al.
(2008) Immunological efficacy of heat shock protein 60 peptide DiaPep277
therapy in clinical type I diabetes. Clin Exp Immunol 152: 488–497.
46. Kang HK, Liu M, Datta SK (2007) Low-dose peptide tolerance therapy of lupus
generates plasmacytoid dendritic cells that cause expansion of autoantigen-
specific regulatory T cells and contraction of inflammatory Th17 cells.
J Immunol 178: 7849–7858.
47. Potolicchio I, Chitta S, Xu X, Fonseca D, Crisi GM, et al. (2005)
Conformational variation of surface class II MHC proteins during myeloid
Self Antigens in Human Lymph
PLoS ONE | www.plosone.org 9 March 2010 | Volume 5 | Issue 3 | e9863dendritic cell differentiation accompanies structural changes in lysosomal MIIC.
J Immunol 175: 4935–4947.
48. Belizaire R, Unanue ER (2009) Targeting proteins to distinct subcellular
compartments reveals unique requirements for MHC class I and II presentation.
Proc Natl Acad Sci US A 106: 17463–17468.
49. Melief CJ, van der Burg SH (2008) Immunotherapy of established (pre)malig-
nant disease by synthetic long peptide vaccines. Nat Rev Cancer 5: 351–360.
50. Rock KL, Shen L (2005) Cross-presentation: underlying mechanisms and rolein
immune surveillance. Immunol Rev 207: 166–183.
Self Antigens in Human Lymph
PLoS ONE | www.plosone.org 10 March 2010 | Volume 5 | Issue 3 | e9863